Pardiñas, Valenzuela, and Salazar-Bravo (2017) are concerned that eventual differences in species mean body masses and in the phylo- upper and lower intervals around the mean body mass for each species included in our database. We show that our previous results and conclusions are robust and valid, and they persist despite uncertainty in mean body mass estimation. We argue that sampling variation and uncertainty in both species mean body mass estimation and phylogenetic hypothesis are to be expected and should not always be confused with inaccuracies.
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Another way that biogeography differs from most other sciences is that even the most accomplished researchers depend on data collected by a large number of individuals working across a diversity of regions and time periods. This reliance on a variety of sources of empirical data is inherent and unavoidable, given the integrative nature of the field and the quest of its practitioners to understand patterns of variation in the characteristics of populations, species, lineages or communities over broad spans of space and time.
Lomolino, M.V., Riddle, B.R., Whittaker, R.J. &
Brown, J.H. (2010)
What is the correct answer to the question: what is the mean body mass of species X? There is not an unequivocal answer as the response will always depend on the pool of specimens used to calculate the arithmetic mean. The inclusion or exclusion of a single individual, especially in small samples, can strongly influence body mass estimate. The answer for this question is, therefore, variable, and multiple sources can all come to different conclusions, generally slightly different but equally accurate. The general expectancy-in a perfect world-is that increasing sampling effort will increase the accuracy and precision while decrease biases. However, in the worse situation, we might estimate a trait value with high precision (based on large samples) but also with very low accuracy due, for instance, to demographic (e.g. all individuals from a single location) or ontogenetic (e.g. all individuals are juveniles) biases. This is especially recurrent when data are taken from clades whose species have scarce data on natural history, and thus mean body masses are usually taken from just a bunch of individuals or from congenerics, as in most species of sigmodontines or when species have wide distributional areas. Pardiñas et al. (2017) suggested that the mean body mass values used for species of sigmodontine rodents in Maestri et al. (2016) do not reflect current knowledge on natural history of sigmodontine rodents. We appreciate their comments, and we respect their worry about the propagation of data with potential inaccuracies. Nevertheless, to our understanding, defining the mean and range values for species body mass is a work in progress, and some degree of uncertainty by sampling is expected. We recognize that conducting a careful review of all natural history literature for the group under study, in order to achieve body mass values, may be better than using data from secondary sources. Such revisions are nevertheless very challenging and demand an exhaustive effort, as the relevant information is widespread through multiple studies. Therefore, when groups of authors focus precisely on that endeavour and compile data from the basic literature (e.g. Smith et al., 2003; Wilman et al., 2014) , it is usual for others to build on current data and advance knowledge by offering new perspectives with the available datasets. further speculation and truly test that conjecture, we used here a simple approach, based on their own data (Pardiñas et al., 2017) . Table 1 of their correspondence offered estimated values of uncertainty in species mean body mass (in %) for those species (approximately 20% of our original sample) they believe that have inaccuracies. That uncertainty value indicates how far our estimates deviate from other data sources. Using the provided estimate of uncertainty, we randomized species mean body mass values (1000 times for each species) within the confidence intervals pointed by Pardiñas et al. (2017) . The randomization followed a uniform distribution. For those species with provided percentage of uncertainty, we used that same value to fix the lower and upper limits for the randomization. For example, in the worst estimate pointed out by DOI: 10.1111/jbi.13058 Pardiñas et al. (2017) , the outlier species Kunsia tomentosus had 287.5% of uncertainty level for a mean body mass that should be around 448 g; therefore, 1000 random values were calculated between 1 g, the lower limit, and 1736 g, the upper limit. For all those species without a provided uncertainty level, we used a value of 37.47% as the value of uncertainty. We defined 37.37% by taking an arithmetic mean across all uncertainty values (%) showed by Pardiñas et al. (2017) . Although we estimated phylogenetic uncertainty on terminal nodes for that tree (Maestri et al., 2016) , using a different phylogeny may indeed prove whether differences in some of the relationships among basal nodes can have an influence on the results. We now based our analyses on an entirely new tree of sigmodontine rodents (Maestri et al., 2017) , available on Dryad https://doi.org/10.5061/ dryad.k5777, and in Appendix S2 of this correspondence. Details on tree construction can be assessed in Maestri et al. (2017) . We then repeated the main analyses of our original article by employing this new phylogenetic hypothesis and using each of the 1000 randomized species mean body mass values at a time.
Initially, we checked the correspondence between species with body mass information and species in the new phylogeny. Each of the remaining 170 species have their body mass values randomized 1000 times within the respective confidence interval provided by the percentage of uncertainty, as described earlier. Then, a matrix of species by random values of species body mass was achieved. The matrix of the presence/absence of species in the sites, the matrix of environmental variables and the spatial filters are the same as in Maestri et al. (2016) . All the data used for the analyses, the R codes and the full results can be found in Appendix S2.
We briefly described here the step-by-step of the analyses, which are the same as in Maestri et al. (2016) , where further details can be body mass of a few large-bodied species (Fig. S1 in Appendix S3).
Body mass values for species in the 100-200 g range are very similar ( Fig. S2 in Appendix S3). These trends may arise because of the less specialized data sources used by Maestri et al. (2016) tend to include both juvenile and adult specimens, which will produce large differences in weight especially among larger-bodied species. More restrictive criteria, such as strict inclusion of adult specimens should overcome these biases in trait measures.
We certainly agree with Pardiñas et al. (2017) that the primary literature is an invaluable source of information that should be wisely used. We appreciate their ideas as an important call for making the most accurate use of primary data. Clearly, we have shown that our article is a genuine contribution of the factors involved in the sigmodontine radiation. We believe that the best way to honour the "old school" is to use basic data to advance knowledge, to offer new information, perspectives, hypotheses to be tested, and to feed the discussion about the ecology and evolution of sigmodontines. 
